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Consensus GCCTCATCAA GCCCTGCCCA GCCAACTACT TTGCGTTTAA AATCTGCAGT 

>1281865 GGGGCCGCCA ACGTCGTGGG CCCTACTATG TGCTTTGAAG ACCGCATGAT 

>1281865 GGGGCCGCCA ACGTCGTGGG CCCTACTATG TGCTTTGAAG ACCGCATGAT 

Consensus GGGGCCGCCA ACGTCGTGGG CCCTACTATG TGCTTTGAAG ACCGCATGAT 

>1281865 CATGAGTCCT GTGAAAAACA ATGTGGGCAG AGGCC TAAAC ATCGCCCTGG 

>1281865 CATGAGTCCT GTGAAAAACA ATGTGGGCAG AGGCCTAAAC ATCGCCCTGG 

>1807758 GTGAAAAACA ATGTGGGCAG AGGCCTAAAC ATCGCCCTGG 

Consensus CATGAGTCCT GTGAAAAACA ATGTGGGCAG AGGCCTAAAC ATCGCCCTGG 

>1281865 TGAATGGAA 
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>1807758 TGAATGGAAC CACGGGAGCT GTGCTGGGAC AGAAGGCATT TGACATGTAC 

Consensus TGAATGGAAC CACGGGAGCT GTGCTGGGAC AGAAGGCATT TGACATGTAC 

>1281865 TCTGGAGATG TTATGCACCT AGTGAAATTC C TT AAAG AAA TTCCGGGGGG 

>1807758 TCTGGAGATG TTATGCACCT AGTGAAATTC C TT AAAG AAA TTCCGGGGGG 

>1735382 GGGGGG 

Consensus TCTGGAGATG TTATGCACCT AGTGAAATTC C TT AAAG AAA TTCCGGGGGG 

>1281865 TGC AC TGGTG CTGGTGGCCT CCTACGACGA TCCAGGGACC AAAATGAACG 

>1807758 TGCACTGGTG CTGGTGGCCT CCTACGACGA TCCAGGGACC AAAATGAACG 

>1735382 TGCACTGGTG CTGGTGGCCT CCTACGACGA TCCAGGGACC AAAATGAACG 

Consensus TGCACTGGTG CTGGTGGCCT CCTACGACGA TCCAGGGACC AAAATGAACG 
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>1807758 ATGAAAGCAG GAAACTCTTC TCTGACTTGG GGAGTTCC 
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Consensus CTGGGCTTCC GGGACAGCTG GGTCTTCATA GGAGCCAAAG ACCTCAGGGG 

>1281865 TAAAAGCCCC TTTGAGCAGT TCTTAAAGAA CAGCCCAGAC ACAAACAAAT 

>1735382 TAAAAGCCCC TTTGAGCAGT TCTTAAAGAA CAGCCCAGAC ACAAACAAAT 

Consensus TAAAAGCCCC TTTGAGCAGT TCTTAAAGAA CAGCCCAGAC ACAAACAAAT 

>1281865 ACGAGGGATG GCCAGAGCTG CTGGAGATGG AGGGCTGCAT GCCCCCGAAG 

>1735382 ACGAGGGATG GCCAGAGCTG CTGGAGATGG AGGGCTGCAT GCCCC 

>2128334 GGGATG GCCAGAGCTG CTGGAGATGG AGGGCTGCAT GCCCCCGAAG 

Consensus ACGAGGGATG GCCAGAGCTG CTGGAGATGG AGGGCTGCAT GCCCCCGAAG 
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>1281865 CCATTTTAGG GTGGCTGTGG CTCTTCCTCA GCCAGGGGCC TGAAGAAGCT 

>2128334 CCATTTTAGG GTGGCTGTGG CTCTTCCTCA GCCAGGGGCC TGAAGAAGCT 

Consensus CCATTTTAGG GTGGCTGTGG CTCTTCCTCA GCCAGGGGCC TGAAGAAGCT 

>1281865 CCTGCCTGAC TTAGGAGTCA GAGCCCGGCA GGGGCTGAGG AGGAGGAGCA 

>2128334 CCTGCCTGAC TTAGGAGTCA GAGCCCGGCA GGGGCTGAGG AGGAGGAGCA 

Consensus CCTGCCTGAC TTAGGAGTCA GAGCCCGGCA GGGGCTGAGG AGGAGGAGCA 

>1281865 GGGGGTGCTG CGTGGAAGGT GCTGCAGGTC CTTGCACGCT GTGTCGCGCC 

>2128334 GNGGGTGCTG CGTGGAAGGT GCTGCAAGTC CTTGAAAGNN G 
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Consensus GGGGGTGCTG CGTGGAAGGT GCTGCAGGTC CTTGCACGCT GTGTCGCGCC 
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Consensus TCTCCTCCTC GGAAACAGAA CCCTCCCACA GCACATCCTA CCCGGAAGAC 

>1281865 CAGCCTCAGA GGGTCCTTCT GGAACCAGCT GTCTGTGGAG AGAATGGGGT 

<g2 197992 CAGCCTCAGA GGGTCCTTCT GGAACCAGCT GTCTGTGGAG AGAATGGGGT 

<g2409 650 AACCAGCT GTCTGTGGAG AGAATGGGGT 

Consensus CAGCCTCAGA GGGTCCTTCT GGAACCAGCT GTCTGTGGAG AGAATGGGGT 

>1281865 GCTTTCGTCA GGGACTGCTG ACGGCTGGTC CTGAGGAAGG ACAAACTGCC 

<g21979 9 2 GCTTTCGTCA GGGACTGCTG ACGGCTGGTC CTGAGGAAGG ACAAACTGCC 
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Consensus GCTTTCGTCA GGGACTGCTG ACGGCTGGTC CTGAGGAAGG ACAAACTGCC 
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